Abstract
Introduction
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The extended major histocompatibility complex (MHC) spans an approximately 7-75 megabase region on chromosome 6 in humans. The region codes for a series of proteins 76 critical to acquired immune function as well as olfactory genes [1] . Additionally, the MHC 
152
We used the same measure for genetic similarity between two individuals as defined in 
158
( Figure 1) . We calculated the difference between average genetic similarity across all 159 true mate pairs and average genetic similarity across permuted mate pairs (i.e., average
160
Qc across a null distribution; Figure 1) 
277
Importantly, however, these observations are correlative; the extent to which these 278 associations are potentially causative remains to be explored. 
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330
Quality control of HapMap and Genome of the Netherlands data
341
To estimate relatedness, we first used Plink 1.9 to assemble a set of high-quality SNPs 342 with minor allele frequency (MAF) > 10% and genotyping missingness < 0.1%. We 343 pruned this set of SNPs at a linkage disequilibrium (r 2 ) threshold of 0. 
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Evaluating significance of genetic similarity in true mate-pairs
388
To evaluate whether genetic (dis)similarity in mate-pairs was significantly different than 389 genetic similarity between two random individuals, we performed a permutation 390 analysis. Specifically, we created 'null' (i.e., non-real) male-female pairs by randomly 391 permuting the individuals in the true mate-pairs. Within any single permutation, we 392 allowed for at most 1 real couple to enable faster sampling of random mate-pairs. We 393 performed a total 1,000,000 permutations to generate a null distribution (Figures 1 and   394 2). Finally, we count the number of permutations that yield an average Qc that is the 395 same or lower than the Qc measured in the true mate-pairs. Tables   618   619   620 621 622 
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